Supplementary Methods
Antibodies used for Immunoblot analysis are anti-pCRKL (Tyr207) #3181, CRKL, (clone 32H4), #3182, anti-pSTAT5 (Tyr694), (clone C11C5) #9359, STAT5 (#9363) anti-pSTAT3 (Tyr705)#9131, STAT3, (clone 124H6), #9139 antibodies (Cell Signaling Technology) at 1:1000 in TBST overnight, after being blocked with 5% BSA in TBST. Phosphoprotein signal was imaged on a Lumi Imager. 
Antibodies used in FACS analysis

FDA-approved kinase inhibitor panel and the concentrations of the drugs:
The following concentrations of high and low drug doses were used: axitinib (100 nM, 25 nM), dasatinib (400 nM, 100 nM), erlotinib (7 µM, 1.75 µM), gefitinib (9 µM, 2.25 µM), pazopanib (2 µM, 0.5 µM)), imatinib (10 µM, 2.5 µM), ruxolitinib (10 µM, 2.5 µM), lapatinib (9 µM, 2.25 µM), nilotinib (9 µM, 2.25 µM), ibrutinib (1.6 µM, 0.4 µM), crizotinib (1.8 µM, 0.45 µM), ponatinib (4 nM, 1 nM), rapamycin (20 nM, 5 nM), sorafenib (8 nM, 2 nM), sunitinib (12 nM, 3 nM), and vandetanib (3.6 µM, 0.9 µM).
Cell segmentation by CellProfiler. Fluorescent image of the nucleus stained with HSC NucelarMask Deep Red Stain (Life technologies) was used for identifying the primary object (nucleus). Standard 'analysis modules' in the CellProfiler were selected for nuclei identification.
Typical diameters of 50 pixel minimum and 90 pixel maximum were selected for identification of primary objects. The parameters including 'global threshold strategy', 'background thresholding method', and 'automatic smoothening method for thresholding' were selected for primary object identification. A threshold correction of 1.0 was applied. The intensity-based method was applied to distinguish the clumped objects. Primary objects were expanded by 6 pixels using the 'Distance-N' method for identification of the secondary objects (cell outlines). The nuclear and cell outlines were overlaid on the DIC image and the image file saved for visual validation of cell segmentation.
QD detection and counting:
The QD localization precision was ~20 nm in the x-y plane using radial symmetry localization. Redundant QDs found in the identical locations in three or fewer consecutive z-slices were considered as a count of one QD. The coordinates of uniquely identified QD were overlaid with the Cell Profiler cell segmentation output file to define the location and total number of QDs for each single cell z-stack. Automated algorithms for counting discrete fluorescent QD-phosphoprotein complexes were validated by comparing to manual counting and showed a maximum difference of 3%. QD counts represent the relative activity levels of a specific phosphoprotein, rather than the absolute count of all phosphoactivated proteins, as antibodies are full-length and may tag >1 activated phosphoprotein molecule. 
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